Here, we report the draft genome sequences of 63 Pseudomonas aeruginosa isolates, recovered in culture of sputum from 15 individuals with cystic fibrosis (CF) receiving care in a single CF care center over a 13-year period. These sequences add value to studies of within-host evolution of bacterial pathogens during chronic infection. 
ndividuals with cystic fibrosis (CF) are susceptible to infection of the respiratory tract with Pseudomonas aeruginosa, which undergoes well-characterized phenotypic adaptation during chronic infection of CF airways (1) . Recent studies have also noted considerable genetic variation among isolates serially recovered from CF patients during the course of chronic infection (2) (3) (4) . This genetic variation may confound genotyping of P. aeruginosa isolates, which is important for monitoring potential interpatient spread of specific strains in this patient population. We determined the whole-genome sequences of 63 P. aeruginosa isolates cultured from 15 adult CF patients during a period of 13 years. The patients ranged in age from 19 years to 55 years (mean, 33 years). Between two and seven isolates were available from each patient; isolates were cultured from each patient during periods of time ranging from 4 to 13 years (mean, 6 years).
Bacteria were grown in Mueller-Hinton broth overnight at 37°C in an orbital shaker. Five ml of bacterial culture was pelleted, resuspended in 1 ml of 1X Tris-EDTA buffer and adjusted to an optical density of 0.55, corresponding to approximately 10 8 CFU. Genomic DNA was extracted from 350 l of the adjusted suspension using the MagNA Pure Compact nucleic acid isolation kit (Roche) following the manufacturer's instructions. Genomic DNA libraries were prepared using an Illumina TruSEQ DNA library kit and sequenced on an Illumina HiSEQ 2500 paired-end flow cell (2 ϫ 125-bp read length, V4 chemistry) at the University of Michigan Medical School DNA Sequencing Core. Output files containing the fastq reads were checked and edited using Trimmomatic version 0.33 (5). Read correction and assembly of draft genomes was carried out using SPAdes version 3.5.0 (6). Genomic alignments, phylogenetics, and single nucleotide polymorphism (SNP) visualization was performed using Gingr and Parsnp programs of the Harvest tools version 1.2 suite (7). SNP analysis was carried out using the ISG pipeline (8), employing MUMMER version 3.23 (9), BWA version 0.7.12 (10), and GATK version 3.4 (11). Genomes were annotated using NCBI's whole-genome shotgun submission portal containing the automated Prokaryotic Genomic Annotation Pipeline (PGAP) option.
Draft genomes ranged in size from 6,118,548 bp to 6,884,695 bp, and contained 5,617 to 6,333 coding sequences (Table 1). The N 50 of the draft genomes ranged from 111,223 to 588,702 bp, with 33 to 124 contiguous pieces. Pairwise comparison of draft genomes of isolates from any one patient revealed that SNPs ranged from a low of 43 and a high of 3,160 with a mean range of 771 and a median range of 719.
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited in GenBank under the accession numbers listed in Table 1 
